AP YIZa SN v

WEREAE ML IEA
(el T2t oeRt AR ER A - JERISEER R 2 Y HEEER(THIT)

MARFRE

FEOH OBV IZAELT DAY B, PEEMAMSE - DUEEE - FLBAA - S sFl7e &
DFEEN - BRMOMED H 2WE N R S CE T2, BRED D HHE SN T 2 EmR R
X, PRI D IERE - FEEA~OIEAZM ) BEEARER CTH H, Lo LA bEBUE, mfi7e
AR 2 HAGTR & U T2 B BRIEVEE O % RSB L, BB OB 72 & 32
2 WVIRBLIZZ2 o TV D, A AR CIRANEA % OG22 IR T 2 72 D12iE, R
T SN TWRWRIEEMAEM 2 RR T D MLERH D,

Z ZTARMISE TR, FiBA HME ORR L T 2 B IR S 5720 D, EWiEFHRE
BRHZZ v N7+ —LEH%THZ 2B ET D, AFETHRETS 1 MR - A5
WS« NAFA T h~T 4 7 AFIREEORAIZ LY | [BREEMAEDTEED O FH - A
DIFE - FE AL, DT VX INVT ) AT —X SR L CHfE - THERICS2 <) E W BF
e Fut X & BAEICERE L, IR DA 8 7 S 0BT -5 - Bt A 249 5,

E A g E
SHEET. TMRNSERRDS ) 2T T 57w b (Al DEB%E L(Fig. 1), t
NGB DEBOTERRT ) LA R TEDL 2 LA FRELT

Carbohydrate-Active enZymes CRISPR
cazy cRisPR
BBBBB
GO04c08
G006¢13
E] GO0gcd1 -
e [GOH0EDT -
* GO11e23 -
5 < | “ Go12c40-
\ GO12c17 -
A. hadrus -\ A
e S
avg. length: 3.23 Mbp % ATCCI3656
avg. GC: 37.04 % H
avg. CDS: 3,131 < Gotsenz -
o] ATCC29148 -
H
2
5
«

HRE RV ECPRELE T A )L R R EHETE - REBRICHZ b FRETIEHEEE/ESN & B RA TR
SR 77— VREICL D ZENTRRE N

Kogawa et al. 2023 Front. Microbiol.

Fig.1 BRMEMCIRIFLEEER 1T/ LOEFTSEA

£/, AR E DIEFEIZE & L CIRENRFED 7 — 7 LKW HEEE - 7T —F% T D5 ) MR (G
firamsC B) & Lic, ZHUIHFR THIO T, A RORBEMEMED T /) MMERE 1 L~ T
HMEANICHLNIZLELD T DL(RKEBKRKFE T LAY J — R httpst//lwww.kyoto-
u.ac.jp/ja/research-news/2022-11-09-0), = DIE)>, EESEE L LC, 77 7 7 KAUST ©



4.

T N—T EXLHERDOWEK « HER - BIEFOME « 7 —% 7 OF ) AMENTEFICETRR S oA A
A ETH OZN—T D2 TNRING ) MM & T~ 2 53t G ot T BRI A Wi b (5
fiTam S 12) Z s SO Lz,

ZOf, 2022 LY JST AP BSEEXD 0 =7 "B AX— LT, ELFE24
ISAHFZEICIE B L, BIERRSCAS 1 2B 7 2023 4EAB, & 90 1N EEF ORI TH D, K
RN IX, YHEHECHD LD s v TNV T ) AT A T T VIS WERE T 7 v b7
— LA DOBFEI DRI BN ~OIE A 2D TEBY . RERAED D7 L SHEwHI RS
TOHMRBRTEZHRE L, AN LRET 5 2 & TRIE DAY ORG-S0 BB TG T X 559 7B %
EATo T, ARWFEOWMERE & LT, IUE Lo REEERIAEY 7 7 2, MEICEYET 2011
(7 7 —NCHRK LMY/ DA SNIARBB T2 R LT, 207 7 —VBIEFIZE,
RGeS EE 2 R T DR R e T a— RERTW5D, Z OMERERS T2 AN TANZIEH T
T, SRR AR T 3B O AR ORI ZBISAICHIE L2V BBt L 7= 5 2 &
MAREIC D B X T, THETIZ, & MAERNMEO S ) L2EL, VoV EREO—HORE
ZRFBRINHER T D 7 7 — U T2 BEREST D 2 LITE L, EBRC, MEERD D LY ER
FAM UHBE R CX 5 2 L2 FHIAELT-, F0fh, KBERRICHEWNTHMAED 2% L Lz 1/
N7 A7 0T N —AEFTORR LD FAMGEE & O RFEFREBEED T\ DH, ZNET
HEWD T & T AR & x5 & U 7o B AR R BUBEAT BT OIS IS DWW T S B D P hlTm SC & A L
oo DAEX Y AEEOHEFHENLTE®E Y EITL, RERELNL TN D,

ARTRE

Prilggy CeEE T - AmERER - 802 . KERES ColE s T2 - Ay ERF -
i) . ERRBOL el B T8 - A ERNAR - 20%) | INERRS (GetE B T2 - EamE
FHEmt - 2o . R CREELT2E - A ERSF - 20 (EHM)) . B (- -
7 A 7RI ERAE FRIBATTER) . EHE (T - T A TR - LSRR R (SR
Bedd)) . BokigET (I - T4 7RIFTHIGEREAE - DURAZE R (WF5EBeakam)) . AHRR (9
SERFIERT - FEAD) . ANIEAN (T - T A TRUHIIERNE - HBRIEIIER)

MRRE

4.1 “Fivam

1.

Revealing within-species diversity in uncultured human gut bacteria with single-cell
long-read sequencing. Kogawa M, Nishikawa Y, Saeki T, Yoda T, Arikawa K, Takeyama
H, Hosokawa M. Front Microbiol. 2023 Feb 24;14:1133917.

Targeted single-cell genomics reveals novel host adaptation strategies of the symbiotic
bacteria Endozoicomonas in Acropora tenuis coral. Ide K, Nishikawa Y, Maruyama T,
Tsukada Y, Kogawa M, Takeda H, Ito H, Wagatsuma R, Miyaoka R, Nakano Y, Kinjo K,
Ito M, Hosokawa M, Yura K, Suda S, Takeyama H. Microbiome. 2022 Dec 12;10(1):220.
Integrated spatial analysis of gene mutation and gene expression for understanding
tumor diversity in formalin-fixed paraffin-embedded lung adenocarcinoma. Yamazaki
M, Hosokawa M, Matsunaga H, Arikawa K, Takamochi K, Suzuki K, Hayashi T,
Kambara H, Takeyama H. Front Oncol. 2022 Nov 24;12:936190.

Reproducible and sensitive micro-tissue RNA sequencing from formalin-fixed paraffin-



10.

11.

12.

2.

3.

embedded tissues for spatial gene expression analysis.Matsunaga H, Arikawa K,
Yamazaki M, Wagatsuma R, Ide K, Samuel AZ, Takamochi K, Suzuki K, Hayashi T,
Hosokawa M, Kambara H, Takeyama H. Sci Rep. 2022 Nov 14;12(1):19511.

Massively parallel single-cell genomics of microbiomes in rice paddies. Aoki W, Kogawa
M, Matsuda S, Matsubara K, Hirata S, Nishikawa Y, Hosokawa M, Takeyama H, Matoh
T, Ueda M. Front Microbiol. 2022 Nov 3;13:1024640.

Cancer Cachexia among Patients with Advanced Non-Small-Cell Lung Cancer on
Immunotherapy: An Observational Study with Exploratory Gut Microbiota Analysis.
Hakozaki T, Nolin-Lapalme A, Kogawa M, Okuma Y, Nakamura S, Moreau-Amaru D,
Tamura T, Hosomi Y, Takeyama H, Richard C, Hosokawa M, Routy B. Cancers (Basel).
2022 Nov 2;14(21):5405.

Validation of the application of gel beads-based single-cell genome sequencing platform
to soil and seawater Nishikawa Y, Kogawa M, Hosokawa M, Wagatsuma R, Mineta
K, Takahashi K, Ide K, Yura K, Behzad H, Gojobori T, TakeyamaH, ISME
Communications 2(1) 2022 Sep

Identification of lipolytic enzymes using high-throughput single-cell screening and
sorting of a metagenomic library. Alma'abadi A, Behzad H, Alarawi M, Conchouso D,
Saito Y, Hosokawa M, Nishikawa Y, Kogawa M, Takeyama H, Mineta K, Gojobori T. N
Biotechnol. 2022 Sep 25;70:102-108.

Exploring strain diversity of dominant human skin bacterial species using single-cell
genome sequencing. Ide K, Saeki T, Arikawa K, Yoda T, Endoh T, Matsuhashi A,
Takeyama H, Hosokawa M. Front Microbiol. 2022 Aug 5;13:955404.

Identification of two cancer stem cell-like populations in triple-negative breast cancer
xenografts. Nakayama J, Matsunaga H, Arikawa K, Yoda T, Hosokawa M, Takeyama
H, Yamamoto Y, Semba K. Dis Model Mech. 2022 Jun 1;15(6):dmm049538.

Strain-level profiling of viable microbial community by selective single-cell genome
sequencing. Hosokawa M, Endoh T, Kamata K, Arikawa K, Nishikawa Y, Kogawa M,
Saeki T, Yoda T, Takeyama H. Sci Rep. 2022 Mar 15;12(1):4443.

Single-cell metabolite detection and genomics reveals uncultivated talented producer.
Kogawa M, Miyaoka R, Hemmerling F, Ando M, Yura K, Ide K, Nishikawa Y, Hosokawa
M, Ise Y, Cahn JKB, Takada K, Matsunaga S, Mori T, Piel J, Takeyama H. PNAS Nexus.
2022 Mar 2;1(1):pgab007.

RILEWAEWREED O ORI 1 MY ) LREITEOBSE, M)l IEA, ASA FH A 2
AL A H AN — 80(4) 354-355 2022 4F 7 H

[FEGoR FedE e de AR ANA A~ — T — FHOBEHEANN, AL ST 2 U % v R
AF T —LZDEOBMEL )T 4] G52 BTN AZWEL ) T ¢ LT ~
A 7 aNA F— L wFIH LB AZKEIROBRFEE M, fff @, 8 &L, Ml E
A, FEBREZ 40(10) 1529-1536 2022 4= 6 A

(5 FHEE DL 26 0EM Tk ] METEO > v 7 v AT, Ml IEA,



M T 438 100(6) 298-301 2022 4F 6 A

4.3 B

4.4

4.5

1.

=z, AL
< H

HMEN, BED S > TN ) 7 A HARERESROBE, 5 96 [8l A AHIE SR
&, 20234E3 7 16 H

A BN, SRS ) DRENTIC X 2 R NAR R e OB LB A A 3LAl= v Y —
T A 3 EIRGEE, 2022411 A 15 H

Masahito Hosokawa, Obtaining complete genomes from uncultured human gut bacteria
with single-cell long-read sequencing, International Human Microbiome Consortium
9th Congress 2022, 2022 411 A 10 H

HEEN . WP D > o 7 B VIRIT & AEME s OTE M. 55 22 [B] B ARFUNEE T
S VUARY UL L ERNMEx Fi7 27 /ey —), 202246 H 17 A

AITEN, BREME O KBRS 7 VeV ) 27 X6 Z O~ Visionary ==k
100 ARV T A A8 E EbT HF LA LR D T L WAEY - A A~ ZF]
FWPgEmES 55 3 RIS AT T A MAEHOLAE - e ~HFIIMED TR TN D~ |
2022 45 H 21 H

Masahito Hosokawa . Single-cell genomics for uncultured animal gut microbes .
12th Asian Symposium on Microbial Ecology, 2022 44 A 19 H

HMUINIEN, KEBWES ) 5T — Z 1 KD ARIEEMAEWEIR ORI ~DE, A A A Z A K
U LB EEREGEHS (LY RS A OBk ~ A RAIZR T U o pE 3 A%
DEFIEACE & T2 BT A O FeRifi~]1, 202244 H 6 H

= 7

2022 9 ARRBPEEREE RFFENUT v —RE 2022

b N
¥

2B L OHERTEE)

AAAEM TS GRE
AR AT 7 7 no—#a %A

HREFBORELRE

T )BT =EMONA T AT =T 4 7 AEAf 2 VT, EEMENEE S 5B 21
FERNCHRR L, £ b2 T4 77 U6k, PCR THIME L TR THAMZIEE T 5 & D
—HEOWEAET v A2 L BT, BUEARIEEI AT O 720, Bin TR R RRE AT

P TH D, S%IT, KA ZHEC LITEZ - ICHEES 5,



